and scored for infectivity by indirect immunofluorescence as described previously. Z scores for 555 each well were calculated using the following formula: Z score = (a-b)/c, where a is the percent 556 infectivity (infected cells/number of cells), b is the median percent infectivity for each plate, and 557 c is the standard deviation of percent infectivity for each plate. Z scores of -2 > x < 2.0 were 558 considered significant. Data for all compounds in screen are provided in Table S2 . Genetic composition of r1Reovirus and r2Reovirus. The genetic composition of parental and reassortant r1Reovirus and r2Reo-virus was determined by Illumina Next-Generation sequencing. r1Reovirus has seven gene segments from T1L and three from T3D (S2, M2, L2) and five nonsynonymous point mutations (L3 A160T, S2 V426I, S3 P161T, I250V, and S4 V49I). r2Reovirus has nine gene segments from T1L and one from T3D (M2) and three nonsynonymous point mutations (L3 A160T, S3 I250V, and S4 V49I). Both r1Reo-virus and r2Reovirus have several synonymous point mutations. 
